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Table 1: Summary of genome statistics based on CheckM analysis. 
N50/L50: length and number of the contig for which the collection of all 
contigs of at least that length contains at least half of the total length of 
the genome. Strain heterogeneity comprises  the fraction of core genes 








no. of contigs 1488 214 8 
total length / bp 7,813,916 2,494,546 2,589,653 
N50 / bp 52,902 36,700 397,852 
L50 32 22 3 
GC / % 61.8 % 48.5 % 45.7 % 
no. of predicted genes 8,600 2,656 2,521 
core genes present 100 % 88.9 % 100 % 
core genes present 
multiple times 66.1 % 3.0 % 0.3 % 
strain heterogeneity 87.9 % 44.4 % 66.7 % 
core genes related to 
other taxa 8.0 % 1.7 % 0.1 % 
1Methylophaga thiooxydans strain L4, Accession JRQD01,  
from Grob et al., 2015 (23) 
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15N atom % in peptides
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